AImTRACr.--An 888-base-pair segment of the mitochondrial cytochrome-b gene was sequenced for New World barbets, Old World barbets, toucans, and several outgroup taxa. Toucans were consistently identified as the sister taxon of the New World barbets by a variety of analyses. These data are fundamentally different from earlier morphological analyses and the DNA-DNA hybridization study of these same taxa. Our results provide an independent confirmation of relationships proposed in both the morphological and molecular studies-- 
The purpose of our study was to reexamine the issue of barbet polyphyly with a different kind of molecular data--mitochondrial DNA (mtDNA) sequences. While the DNA-DNA hybridization data are distance measurements involving the nuclear genome, the molecular data of our study are DNA sequences, which are character-based data that can be analyzed cladistically.
METHODS
Study organisms. These taxa exhibit a strong bias for transition substitutions (Fig. 2) tical to that derived from the analysis restricted to transversion data (Fig. 3A) . The topology is unaffected by use of different outgroup taxa, the next most-parsimonious trees are a minimum of three steps longer, and jackknifing of ingroup taxa results in no change to the topology. supported by the data. This node is not retained in all pseudoreplicate trees (Fig. 3B) .
Analysis of these data also suggest that toucans are polyphyletic. One genus appears to be 
Z=G+w+O+S. 
